Abstract .-Ecological niche models are popular tools used in fields such as ecology, 1 biogeography, conservation biology, and epidemiology. These models are used commonly to 2 produce representations of species' potential distributions, which are then used to answer other gives a reference of the uncertainty in predictions, so analyzing this aspect of model outcomes 13 must be a priority when policy is to be set or decisions taken based on these models. Our open 14 access tools also facilitate post modeling process that otherwise could take days of manual work. 
INTRODUCTION

20
Ecological niche modeling (ENM) has become a tool set with extremely high interest and 21 attention in the past two decades (Peterson et al. 2011) . The main aim of these models is to 22 characterize environmental conditions that allow a species to maintain populations at a site. By occurrence data and climate models, which has drawn criticism owing to the inherent-and 30 largely unassessed-uncertainty that they manifest (Dobrowski et al. 2011) .
31
Uncertainty in ENMs can derive from multiple sources (Heikkinen et al. 2012; Petchey et 32 al. 2015) . Recent theoretical and methodological advances have allowed development of novel 33 approaches for identifying adequate complexity levels during model calibration (i.e., testing 34 distinct sets of predictors, response types, and fitting/overfitting; Warren et al. 2010; Muscarella 35 et al. 2014) . Since more than one parametrization may result in adequate models after calibration and 30" for the toad) and were drawn from the WorldClim database v1.4 (Hijmans et al. 2005 
154
We estimated statistically the amount of variance coming from distinct sources of variation 155 in our model outcomes using the hierarchical partitioning analysis (Chevan and Sutherland 1991) 156 implemented in the R package hier.part (Walsh and Mac Nally 2013). Specially, we extracted the 157 values from each model using a random sample (N = 1000) and arranged those data for 158 identifying all sources of variation involved (i.e., replicates, parameters, GCMs, RCPs). The 159 resulting matrix was used to perform the hierarchical partitioning analysis. To detect whether 160 total effects detected for each source of variation were statistically different than zero, we 161 repeated this process 100 times, using distinct random samples, and calculated the 95% 
Open access tools
166
We implemented all the above routines as R functions. These functions were constructed to help 167 users in handling the sometimes-overwhelming number of results from modeling exercises.
168
These functions were written to be useful in diverse situations and to avoid potential problems 169 related to RAM usage in personal computers with low computational and memory capacity.
170
Although these examples were created with only one option of extrapolation settings (i.e., The set of tools created to carry out the analyses performed well, even when 
304
The functions presented here have been designed to work with four sources of variation but do 305 not include distinct algorithms. Our reasoning for not including this source of variation is that 306 distinct algorithms generate different outcomes, and these outcomes are not necessarily 
